The hydrogen-utilizing strain Cupriavidus necator H16 (DSM 428) was sequenced using a combination of PacBio and Illumina sequencing. Annotation of this strain reveals 6,543 protein-coding genes, 263 pseudogenes, 64 tRNA genes, and 15 rRNA genes.
pool was sequenced on an Illumina NextSeq 500 instrument (NextSeq Control Software v.2.2.0) using a NextSeq 500 midoutput 300-cycle kit v.2.5 (catalog number 20024911; Illumina) to generate 4,204,264 150-bp paired-end reads totaling 782.3 Mbp. The reads passed standard Illumina quality control (QC) metrics and were trimmed and mapped to the PacBio unitigs using CLC Genomics Workbench v.12.0, with the default parameters. A total of 4,182,427 reads (99.48%) mapped to the unitigs to give two chromosomes (4,049,965 bp and 2,912,457 bp) and a megaplasmid (452,139 bp); in total, there was 7,414,561 bp with a GC content of 66.36% and 84ϫ coverage. The sequence was annotated using the NCBI Prokaryotic Genome Annotation Pipeline. (6) . The sequence has a symmetrical identity of 99.9738% to the Cupriavidus necator H16 sequence described by Pohlmann et al. (1) , with a net increase of 16 protein-coding genes (6,543 total), 39 pseudogenes (263 total), and 3 tRNA genes (64 total) annotated. This represents an improvement in the accuracy of the genome sequence, achieved by using updated sequencing technology. This will improve the accuracy of both metabolic modeling and metabolic engineering in this industrially important strain.
Data availability. This sequence has been deposited with the NCBI under GenBank accession numbers CP039287, CP039288, and CP039289. The raw reads are available in the NCBI SRA under accession numbers SRX5785271 and SRX5785270 (BioProject number PRJNA531660).
